[Cloning and sequencing full-length genome of H5N1 avian influenza A virus and molecular evolution analysis of HA gene].
To clone and sequence full-length genome of the avian influenza A/Chicken/Hubei/489/ 2004(H5N1) virus, in order to analyze genetic mutation patterns of HA gene and polygenetic relationship between A/Chicken/Hubei/489/2004 (H5N1) virus and other strains since 1996. 8 genes of the avian influenza A/Chicken/Hubei/489/2004 (H5N1) virus were amplified and cloned, and then genetic mutation analysis and phylogenetic trees were made by bioinformatics software. Full-length genome of the avian influenza A/Chicken/Hubei/489/2004 (H5N1) virus were cloned into the vector of PMD18-T. Genetic evolution analysis showed that there is a specific cleavage site of "PQRERRRKKR", which was proved be related with virulence. In addition, molecular phylogenetic trees of HA gene revealed that A/Chicken/Hubei/ 489/2004 virus were closely related to H5N1 viruses of 2000-2006 isolated in Hong Kong and in Southeast Asia. The influenza A/Chicken/Hubei/489/2004 (H5N1) virus was closest genetic relatives to the influenza A/Chicken/HongKong/YU777/2002 (H5N1) virus, and it was most possible that the avian influenza outbreak was caused by the 2002 lineage of Hong Kong.